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Draft Genome Sequence of Dematiaceous Coelomycete Pyrenochaeta 
sp. Strain UM 256, Isolated from Skin Scraping 
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Pyrenochaeta, classified under the order Pleosporales, is known to cause diseases in plants and humans. Here, we report a draft 
genome sequence of a Pyrenochaeta sp. isolated fi-om a skin scraping, with an estimated genome size of 39.4 Mb. Genes associ- 
ated with the synthesis of proteases, toxins, plant cell wall degradation, and multidrug resistance were found. 
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Fungi belonging to the Pyrenochaeta species are dematiaceous 
coelomycetes that have morphological characteristics similar 
to those in the Phoma species. These fungi have been reported to 
be important plant pathogens causing root disease in numerous 
plants, leading to significant plant loss (1, 2). In humans, the dis- 
eases caused by Pyrenochaeta are mostly onychomycosis and ker- 
atitis (3-5). A draft genome sequence of Pyrenochaeta sp. strain 
UM 256 was generated and is reported here to reveal the genes 
present in Pyrenochaeta sp., which are of interest to researchers 
from different fields. This fungus was isolated from a skin scraping 
and was identified molecularly using the universal primers ITSl 
and ITS4. 

Genomic DNA from Pyrenochaeta sp. UM 256 was extracted 
for the generation of a single-end library using the Roche 454 GS 
FLX+ system and a 3-kb insert size paired-end library using 
Roche 454 GS Junior. A total of 1,225,229 single-end reads and 
199,554 paired-end reads were generated with 27X sequencing 
depth. The sequence reads were assembled using the GS de novo 
Assembler version 2.70 (Newbler, Roche), and 286 contigs 
(>500 bp) were generated. The contigs were then scaffolded into 
254 scaffolds (> 1,000 bp) with an N50 size of 482 kb. The genome 
size was estimated to be 39.4 Mb with 50.35% G+C content. 
GeneMark-ES v2.3e was used to predict 12,545 protein-coding 
genes with an exon frequency of 2.75 exons per gene from repeat- 
masked scaffolds (6). The scaffolds were searched against the 
NCBI Swiss-Prot database, resulting in the annotation of 7,754 
(61.81%) genes. 

Putative genes of interest found in the UM 256 genome include 
those involved in the production of proteases, such as aspergUlo- 
peptidases and metaUoproteinases, which are known to be viru- 
lence factors associated with tissue destruction (7); mycotoxins, 
such as the secondary metabolites gliotoxin, aflatoxin, and sterig- 
amatocystin (8, 9); and enzymes involved in plant cuticle and cell 
wall degradation, such as cutinase, feruloyl esterase, and glucanase 
(10, 11). These putative proteins suggest that UM 256 might be a 
phytopathogenic fungus that is able to invade host tissues and 



cause immunosuppression. Also found were genes associated with 
multidrug resistance {cdrl, cdr2) conferring resistance to azole 
antifungal agents, and genes encoding proteins resistant to quin- 
idine, flurocytosine, and benomyl/methotrexate, suggesting mul- 
tidrug resistance (12-17); this is corroborated by the results of in 
vitro antifungal susceptibility tests performed in our laboratory. 

Nucleotide sequence accession numbers. The nucleotide se- 
quence of the Pyrenochaeta sp. UM 256 genome has been depos- 
ited in DDBJ/EMBL/GenBank under the accession no. 
AOUMOOOOOOOO. The version described in this paper is the first 
version, accession no. AOUMOIOOOOOO. 
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